Previous DNA hybridization studies established 12 Aeromonas genospecies, from which nine phenotypic species have been proposed: Aeromonas hydrophila, A. sobria, A. caviae, A. media, A. veronii, A. schubertii, A. salmonicida, A. eucrenophila, and A. jandaei 
The genus Aeromonas consists of nine validated and/or proposed species: A. hydrophila, A. sobria, A. caviae, A. salmonicida, A. media, A. veronii (biogroups sobria and veronii), A. schubertii, A. eucrenophila, and A. jandaei (1, 2, 7, 13, 14, 16, 18, 23, 24) . They are all oxidase-positive, glucose-fermenting, facultatively anaerobic gram-negative rods that are resistant to vibriostatic agent 0/129, reduce nitrates to nitrites, are unable to grow in 6.5% NaCl, and are generally resistant to ampicillin and carbenicillin. All species are motile via a polar flagellum, except for most A. salmonicida strains (26) .
These organisms are globally distributed and autochthonous to marine, estuarine, and freshwater environments (12, 19) . They can tolerate temperatures ranging from 4 to 42°C, accounting for their ability to cause disease in a wide variety of cold-and warm-blooded animals (16) . Although they are currently classified in the family Vibrionaceae, it was proposed in 1986 by Colwell et al. that, on the basis of 5S rRNA cataloging, 5S RNA sequencing, and RNA-DNA hybridization data, the aeromonads constituted a separate family, Aeromonadaceae (10) .
All of the more recently described species, with the exception of A. eucrenophila, have been associated with human disease (2) . The purpose of this study was to establish the taxonomic position and possible clinical significance of an unusual group of ampicillin-susceptible A. sobria-like organisms that thus far appear to be predominantly from southern and southeastern Asia.
MATERIALS AND METHODS
Bacterial strains. The thirteen strains of A. trota used in this study are listed in Table 1 along with their geographic distribution, clinical source of isolation, and original phenotypic designation when received. All strains were originally isolated on media that did not contain antibiotics, in particular, ampicillin. The strains were then frozen in 2 ml of tryptic soy broth with 10% glycerol (Remel, Lenexa, Kans.), maintained at -70°C, and subsequently subcultured to tryptic soy agar plates (BBL Microbiology Systems, Cockeysville, Md.). After overnight incubation at 36 + 1°C, single colonies were subcultured as stated above and used for all analyses. Unless otherwise stated, all analyses were performed at 36 + 1°C.
Phenotypic analysis. Of the 32 identification tests (see Table 2 ), 30 were performed either by conventional methods (15, 22) with media and biochemicals from Remel or by the AP1 20E rapid identification system (Analytab Products, Plainview, N.Y.). Other media used for identification and characterization were modified GCF agar for the detection of H2S from cysteine (25) and BEAM elastase agar (11) .
DNA-related analysis. DNA was extracted and purified by previously described methods (4, 5) from the 13 A. trota strains, 1 Vibrio parahaemolyticus strain, and all type and reference strains representing all recognized Aeromonas DNA hybridization groups. The proposed type strain, ATCC 49657T (AH2), was nick translated and labeled with 32p (NEK-004; Dupont, NEN Research Products, Boston, Mass.), and hybridization analysis was performed at both the optimal reassociation temperature of 60°C and the stringent reassociation temperature of 75°C. Relatedness was expressed as the relative binding ratio and as the divergence in the melting temperature (dTm) (see Table 3 ). The relative binding ratio was calculated as a percentage to enable the determination of similarities between strains. The relative Table 5 ). Antibiotic susceptibility was also determined on Mueller-Hinton agar by the disk method of Bauer et al. (3) , and percent susceptibility was calculated (see Table 5 ).
RESULTS AND DISCUSSION Phenotypic analysis. Nine of the 13 A. trota strains were originally part of a large systematic assessment of 165 geographically diverse aeromonads from clinical, environmental, and veterinary sources (6) . Cluster analysis by SAS/TAXAN, a numerical taxonomy program, revealed clusters representing the four major mesophilic species, A. hydrophila, A. caviae, A. veronii (biogroups sobria and veronii), and A. schubertii, and a small cluster of nine strains that have recently been proposed to be A. jandaei (formerly DNA group 9 A. sobria) (7) . This numerical taxonomy analysis also revealed a second small cluster of nine strains that were distinct from all other Aeromonas phenotypic species. They were uniformly negative for esculin hydrolysis, arabinose fermentation, and acetoin utilization (VogesProskauer) and uniformly positive for citrate utilization and lysine decarboxylation. They were also generally positive for the production of gas from glucose and H2S from cysteine on modified GCF media and generally negative for sucrose fermentation ( (17) , although the newly proposed A. jandaei (formerly DNA group 9 A. sobria) also showed generalized resistance to cephalothin (7) . This difference may serve as a useful marker for the differentiation of one A. sobria biogroup from another.
Most interesting was the uniform susceptibility of A. trota to ampicillin and carbenicillin found by both the broth microdilution MIC method and the classic Bauer-Kirby disk diffusion method ( Table 5 ). The absence of plasmids in the type strain, ATCC 49657T (8) , and in aeromonads in general supports the observation that resistance to ampicillin and carbenicillin, when observed, is most likely chromosomal in nature (9, 20) .
The majority of the strains were isolated during the mid-1970s and early 1980s, well before the availability and resultant trend toward the use of ampicillin-containing media for the screening and isolation of aeromonads. This fact suggests that the use of such media may result in a negative selection against A. trota, which has apparently been in the environment for quite some time and appears to be capable of causing human disease. Awareness of ampicillin susceptibility is important not only for A. trota but also for other aeromonads as well, since results from the previously mentioned numerical taxonomy study at the University of Maryland also revealed the existence of a subset of ampicillinsusceptible A. caviae strains from clinical specimens (6) .
Geographic distribution. Another interesting aspect of this new species is its geographic distribution. Although it was found in five countries on two continents, a majority of the strains (11 of 13) originated from southern or southeastern Asia (Table 1) . Whether this geographic distribution represents an original reservoir for A. trota in that area of the world that is now spreading to other areas can only be determined by both accurate biotyping and examination of antibiograms of a larger number of similar isolates from numerous geographic areas.
Clinical significance. A. trota was isolated almost exclusively from fecal specimens, with the exception of AS 370, which was isolated from an appendix. Although there is a strong association between aeromonads and gastrointestinal disease, Koch's postulates have not been fulfilled to date.
Most of the isolates in this study were accompanied by very limited patient information (Table 1) , but there was a well described case history available on the type strain, ATCC 49657T (AH2). The patient was a 28-year-old laboratory worker with no preexisting health problems. The individual was exposed to a brain heart infusion broth suspension of AH2 by accidental ingestion of an 18-to 24-h broth culture (approximately 109 organisms) while preparing it for permanent storage and subsequently suffered a severe bout of diarrhea with "rice-water" stools over a period of 2 days. The clinical symptoms arose suddenly, without prodromes, within 24 h of the laboratory accident. The illness was self-limiting and subsided uneventfully after 2 days without any further complications.
A stool culture was performed on two separate occasions during the illness by streaking fecal material on human blood agar, MacConkey agar, and chocolate agar plates and inoculating brain heart infusion broth. After overnight incubation at 30°C, pure cultures of a single type of gram-negative bacterium were observed on all the media. The organism isolated on both occasions was oxidase positive, was betaoriginal AH2 strain that was ingested. This was accomhemolytic on human blood agar, and was an opaque, nonplished with the phenotypic analyses listed in Table 2 . lactose fermenter on MacConkey agar. Biochemical characStrain AH2 also exhibited mannose-sensitive hemagglutiterization with the API 20E system identified the organism as nation and was untypeable by the Sakazaki serotyping A. hydrophila, and further identification of the organism to scheme. Furthermore, sterile, filtered culture supernatants the species level by the criteria of Popoff and Veron (23) were found to possess hemolytic activity on human erythroassigned it to the A. sobria group. These isolates were cytes, cytolytic activity on Vero cells, and proteolytic activpreserved and subsequently confirmed to be identical to the ity on tryptic soy agar with added skim milk. 
